Skermanella aerolata sp. nov., isolated from air, and emended description of the genus Skermanella A light-pink-coloured bacterium, designated strain 5416T-32 T , was isolated from an air sample in Korea. Cells of the strain were strictly aerobic, Gram-negative, motile (single polar or subpolar flagellum) and rod-shaped. Optimal growth occurred at 25-30 6C and at pH 6.0-7.0. The major quinones were Q-10 and Q-8. The major fatty acids were C 18 : 1 v7c (53.8 %) and C 16 : 0 (15.9 %). The G+C content of the genomic DNA was 65.0 mol%. Phylogenetic analysis based on 16S rRNA gene sequences revealed that strain 5416T-32 T was most closely related to Skermanella parooensis, with a similarity of 96.2 %, but relatively low sequence similarities (<92 %) were found with respect to other species with validly published names held in GenBank. Phenotypic and genotypic analyses indicated that strain 5416T-32 T could not be assigned to any recognized species. Therefore strain 5416T-32 T represents a novel species of the genus Skermanella, for which the name Skermanella aerolata sp. nov. is proposed. The type strain is 5416T-32
Conglomeromonas largomobilis subsp. parooensis was first proposed by Skerman et al. (1983) . Later, this taxon was reclassified as Skermanella parooensis gen. nov., sp. nov. on the basis of polyphasic taxonomic evidence (Sly & Stackebrandt, 1999) . The genus was phylogenetically related to the genus Azospirillum of the Alphaproteobacteria, and was characterized as a Gram-negative, motile, high G+C-containing facultative anaerobe. The only species (and therefore the type species) is S. parooensis.
When violent sandstorms happen in northern China or Mongolia, they produce lots of fine particles that float at a high altitude. These fine particles drift to the Korean peninsula in the spring. This is referred to as the Asian dust ('Hwangsa' in Korean) phenomenon, and usually happens between March and May.
To compare the airborne bacteria in Asian dust with those present normally, air samples were collected with a MAS-100 air sampler (a single-stage, multiple-hole impactor; Merck) on the roof of Taean Lily Experimental Station (Chungnam Provincial Agricultural Research and Extension Services in the Taean district of Korea) on 16 April 2005. The sample volume (20-1000 cc) was chosen on the basis of the bacterial concentration expected at each site. The sampler contained Petri dishes with R2A agar (BBL) supplemented with 200 mg cycloheximide ml 21 (Sigma). After sampling, the plates were incubated in the dark at 28 uC for 5 days. During this process, we isolated a light-pink-coloured bacterium, designated strain 5416T-32
T .
The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain 5416T-32 T is DQ672568.
The cellular fatty acid profiles of strain 5416T-32 T and Skermanella parooensis CIP 106994
T are available in a supplementary table with the online version of this paper.
Unless indicated otherwise, phenotypic characteristics were studied by using standard procedures (Smibert & Krieg, 1994) . Growth under anaerobic conditions was tested in a GasPak (BBL) jar at 28 u C for 15 days on R2A and nutrient agar (Difco). Strain 5416T-32 T was grown in R2A medium for 48 h at 28 uC to check the morphology using phasecontrast microscopy and transmission electron microscopy. Several other physiological characteristics, plus the utilization of various sole carbon sources, were determined with the API ID 32 GN, API 20NE, API 50 CH and API ZYM galleries, according to the instructions of the manufacturer (bioMérieux). The API ZYM tests were read after 4 h incubation at 37 u C and the other API tests were read after 4 days at 28 u C.
Strain 5416T-32 T is a strictly aerobic, Gram-negative, motile (single polar or subpolar flagellum), rod-shaped bacterium (0.6-1.261.5-3.5 mm). The colonies are light pink in colour, convex and round with clear margins. It grows on R2A, nutrient agar, trypticase soy agar (Difco) and MacConkey agar (Difco). Strain 5416T-32 T can be distinguished from S. parooensis in that the former can grow at higher NaCl concentrations (up to 5 %) and lower temperatures (down to 5 u C) and can hydrolyse CM-cellulose, but lacks the ability to hydrolyse DNA. According to the assimilation tests with the API 20NE and API ID 32 GN strips, two strains, 5416T-32 T and S. parooensis CIP 106994 T , showed some differences in the pattern of substrate utilization. However, in fermentation tests performed using API 50 CH strips, the two strains produced almost identical fermentation patterns, except that strain 5416T-32
T was able to ferment D-galactose and Dglucose. A phenotypic comparison between strain 5416T-32 T and S. parooensis is presented in Table 1 .
Isoprenoid quinones were extracted from lyophilized cells and analysed by HPLC as described previously (Groth et al., 1996) . Whole-cell fatty acids were analysed according to the standard protocol of the MIDI/Hewlett Packard Microbial Identification System (Sasser, 1990) after cell cultivation on R2A for 2 days at 28 uC. The DNA G+C content of strain 5416T-32 T was determined according to Mesbah et al. (1989) , using a reversed-phase column (Supelcosil LC-18-S; Supelco). The major isoprenoid quinones were Q-10 and Q-8. A small amount of Q-6 was also detected. Strain 5416T-32 T contained C 18 : 1 v7c (53.8 %) and C 16 : 0 (15.9 %) as the predominant fatty acids, and no significant differences in the fatty acid profiles were found between strain 5416T-32 T and S. parooensis CIP 106994 T (see Supplementary Table S1 , available in IJSEM Online). The DNA G+C content of strain 5416T-32 T was 65.0 mol%.
Amplification and sequencing of the 16S rRNA gene were performed as described previously (Kwon et al., 2003) . The sequence obtained was compared with those in GenBank by using DNASTAR software. The sequences were aligned by using CLUSTAL W software (Thompson et al., 1994) . Distances were calculated according to the methods of Kimura (1980) . Phylogenetic trees were inferred by using the neighbour-joining method (Saitou & Nei, 1987) . A bootstrap analysis was performed on the basis of 1000 resamplings. The MEGA version 2.1 package (Kumar et al., 2001) was used for the analysis.
An almost-complete 16S rRNA gene sequence (1365 nt) for isolate 5416T-32 T was obtained. Sequence comparisons with species with validly published names (obtained from GenBank) indicated that strain 5416T-32 T is related phylogenetically to members of the genera Skermanella, Azospirillum and Rhodocista (within the Alphaproteo- bacteria). The phylogenetic tree ( Fig. 1) showed that strain 5416T-32 T forms a separate cluster with S. parooensis DSM 9527 T (with 100 % bootstrap support). The sequence comparisons also showed that the 16S rRNA gene sequence of strain 5416T-32 T exhibits the highest level of similarity (96.2 %) with S. parooensis DSM 9527
T but has relatively low levels of sequence similarity (<92 %) with respect to other species with validly published names held in GenBank.
The genetic and phenotypic data presented above show that strain 5416T-32 T represents a novel species of the genus Skermanella, for which the name Skermanella aerolata sp. nov. is proposed.
Emended description of the genus Skermanella Sly and Stackebrandt 1999
The description is as given by Sly & Stackebrandt (1999) , except that the genus is negative for glucose fermentation and is strictly aerobic.
Description of Skermanella aerolata sp. nov.
Skermanella aerolata (ae.ro.la9ta. Gr. n. aer air; L. part. adj. lata carried; N.L. part. adj. aerolata airborne). 
